Fig. 1
A heat map of the normalized effect size of GTEx eQTLs for functional variants in exons and splice sites.
The vertical axis represents the tissues analyzed, and the horizontal axis represents the functional variants and their target genes. The score for each cell indicates the normalized effect size, which is the effect of the alternative allele for gene expression. Increases in gene expression are shown in red and decreases in gene expression are shown in blue.
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Fig. 5
A heat map of the normalized effect size of GTEx eQTLs for functional variants in promoters and enhancers.
The "n.s." in gray cells mean that the effect of allele on gene expression is not statistically significant.
Fig. 6
A Table of bindings of transcription factors (TFs) to functional variants in promoters and enhancers in various cells.
The vertical axis represents the TFs, functional variants (the parenthesis indicates the target genes). The horizontal axis represents the cell types. "Yes" indicates the presence of a binding peak of TFs ChIP-seq on the variants in the cells.
Conversely, "No" indicates the absence of a binding peak of TFs ChIP-seq The rs3132089 is a candidate functional variant located within the HCP5 gene promoter.
a. An overview of the HLA region with a genome conservation track (100 vertebrates conservation by PhastCons) and The "Percentage of Expression" for each cell type refers to how much of the total expression (normalized CAGE counts from all cells) the promoter emits for the cell type. 0 7,000,000 8,000,000 9,000,000 chr1
Genes fwd strand (+) rev strand (-) Human Dec. 2013 (GRCh38/hg38) chr1:6,800,000-9,600,000 (2,800,001 bp) 1 Mb hg38 7,500,000 8,000,000 8,500,000 9,000,000 9,500,000 
